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ID* M. canis M. gypseum T. rubrum T. equinum T. tonsurans T. interdigitale T. verrucosum

MGYG_06375
(1,1,7,0,1)
TERG_06505
(1,0,3,0,1)
TEQG_06231
(1,0,2,0,1)
TESG_03718
H101_06246
(1,0,1,1,1)
TRV_01090
(1,0,3,1,1)
ARB_04219
(1,0,4,1,1) (Table S1) (Table S1) 
